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Abstract
Bacterial genomic DNA is packed within the nucleoid of the cell along with various proteins and RNAs. We previously
showed that the nucleoid in log phase cells consist of fibrous structures with diameters ranging from 30 to 80 nm, and
that these structures, upon RNase A treatment, are converted into homogeneous thinner fibers with diameter of 10
nm. In this study, we investigated the role of major DNA-binding proteins in nucleoid organization by analyzing the
nucleoid of mutant Escherichia coli strains lacking HU, IHF, H–NS, StpA, Fis, or Hfq using atomic force microscopy.
Deletion of particular DNA-binding protein genes altered the nucleoid structure in different ways, but did not release
the naked DNA even after the treatment with RNase A. This suggests that major DNA-binding proteins are involved
in the formation of higher order structure once 10-nm fiber structure is built up from naked DNA.
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Introduction
Both prokaryotic and eukaryotic cells store large size
genomic DNA with various proteins and RNAs. Bacterial
genomic DNA is localized within the cell in a region known as
the “nucleoid” [1]. In eukaryotic cells, genomic DNA exists in
the form of chromatin and is packed into a well-defined nucleus
[2]. In both cases, a set of distinct structural DNA-binding
proteins (e.g., histones in eukaryotic cells) plays a major role in
organizing DNA into higher-order structures. In the case of
eukaryotic chromatin, particular proteins (i.e., histones and
condensins) mediate the step-wise folding of genomic DNA into
higher-order architectures such as the nucleosome, 30-nm
chromatin, 300-nm chromatin, and metaphase chromosomes.
In contrast, how bacterial DNA-binding proteins participate in
organizing genomic DNA within the cell remains largely
unknown.
Several DNA-binding proteins are believed to act as major
structural proteins in the Escherichia coli nucleoid, including
heat-unstable nucleoid protein (HU), integration host factor
protein (IHF), histone-like nucleoid structuring protein (H–NS),
suppressor of td- phenotype A (StpA), factor for inversion
stimulation (Fis), and host factor for phage RNA Qβ replication
(Hfq) [1]. Various in vitro reconstitution studies have elucidated
the properties of these proteins, such as their sequence
preferences and how they affect DNA looping, DNA bending,
and DNA zippering [3–12], but it is still unclear how these
proteins contribute to nucleoid organization in vivo.
We have applied an “on-substrate lysis procedure” to
analyze the architecture of the nucleoid using atomic force
microscopy (AFM) [13–15]. Analysis of log phase E. coli cells
by AFM revealed that fibrous structures with widths between 30
nm and 80 nm are released upon lysis. In stationary phase
cells a tightly-packed structure was observed upon lysis
instead of the fibrous structures. In both log and stationary
phases, treatment of lysed cells with RNase A resulted in
disruption of the fibrous or tightly-packed structures into thinner
fibers dominantly with width of 10 nm [16]. These structures are
common in bacteria such as Staphylococcus aureus and
Clostridium perfringens [16,17].
The aim of the present study was to determine how the
major DNA-binding proteins associated with the 10-nm or
thicker fibrous structure found in actively dividing bacteria
influence nucleoid architecture. We utilized AFM to analyze the
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nucleoid of mutant strains lacking the major DNA-binding
proteins HU, IHF, H–NS, StpA, Fis, and Hfq.
Results
Fibrous structures in log phase Escherichia coli cells
When we lysed log phase E. coli cells on cover-glass and
examined them using AFM, we observed fibrous structures
around the cell debris (Figure 1A, 1B, Figure S1A, S1B). We
arbitrarily selected several area showing fibrous structures, and
then magnified the selected areas at a scale of 2 μm x 2 μm to
analyze the fibrous structures in greater detail. We drew 8 x 8
lines at the regular intervals with 250 nm on the images and
measured the width of the fibers at the intersecting points
(“grid-analysis”; see Materials and Methods & Figure S2) in
order to evaluate the population distribution of fiber widths.
Next, we applied a “circular cone model” to estimate the real
dimensions of fiber width from the apparent dimensions
determined from the AFM images (See Materials and Methods
& Figure S3) [16]. This step was required to eliminate the “tip-
effect” derived from the edge curvature and tilt angle of the
AFM cantilever. Using this approach, we estimated that the
width of the naked plasmid DNA (2 nm in the B-form) was 1.3 ±
2.7 nm (Figure 1H, 1P, Figure S4D). We applied the “grid-
analysis” and “circular cone model” to all the cases examined
in this study. The maximum width of the fibers was about 130
nm in both the wild type (W3110) strain and the parental strain
of the deletion mutants (ME9062) (Figure 1I, 1J, Table 1).
When the fiber thicknesses were classified into 4 categories,
“Thinnest” (up to 5 nm), “Thin” (5 to 20 nm), “Intermediate” (20
to 70 nm) and “Thick” (over 70 nm), over 70% of the fibers
were categorized in “Intermediate” (Figure 1Q). We also re-
evaluated the population distribution of RNase A- and
rifampicin-treated nucleoids, which we have demonstrated that
the majority of fiber widths shifted to about 10 nm [16].
Consistent with the previous results, over 60% of the fiber
structures were classified into "Thin" category (Figure 1C, 1F,
1K, 1N, 1Q, Figure S1C). The treatment with chloramphenicol,
which inhibits the translation, also increased the population in
"Thin" category (Figure 1G, 1O, 1Q, Figure S4B, S4C).
Treating lysed cells with protease K exposes naked
DNA
Treating lysed E. coli cells with protease K resulted in a
dramatic change in the population distribution of fiber widths
(Figure 1D, 1L, Figure S1D, S5C, S5G). The maximum fiber
width was reduced to less than 60 nm, and the majority of the
fibers was shifted into “Thinnest” and “Thin” (Figure 1L, 1Q). In
the histogram, two peaks around 10 nm and 1 nm appeared.
Additional treatment with RNase A did not diminish the 1-nm
peak nor decrease the population of “Thinnest”, in which about
90% of naked DNA population was classified (Figure 1E, 1M,
1Q, Figure S4A). Treatment with RNase A alone resulted in
slight exposure of ”Thinnest” fibers, and in a shift in the
predominant fiber width to ”Thin” category (Figure 1C, 1K,
Figure S1C, S5D, S5H) [16]. These results indicate that
proteins are involved in formation of the fiber structures (>10
nm) from naked DNA.
The lack of a major DNA-binding protein alters the
population distribution of fiber widths
To determine whether major DNA-binding proteins are
involved in formation of the nucleoid structure, we examined
the nucleoid released from DNA-binding protein deletion
mutants (Table 1). Heat-unstable nucleoid protein HU is
expressed by most bacterial species, and is one of the most
prominent proteins specific to the nucleoid [18]. The HU protein
can function as either a homo- or heterodimer composed of
HUα and/or HUβ subunits, which are encoded by the genes
hupA and hupB, respectively. Deletion of hupA resulted in a
decrease in the population of “Thick” fibers and an increase in
the population of ”Thin” fibers (Figure 2A, 2K, 2U, Figure S6A).
In contrast, deletion of hupB resulted in a decrease in the
population of ”Thin” fibers and an increase in the population of
“Thick” fibers (Figure 2B, 2L, 2U, Figure S6B). Western blot
analysis showed that the lack of hupB did not change the
amount of Huα, and the lack of hupA slightly decreased the
amount of Huβ in our experimental condition (Figure 3). In
ΔhupA/ΔhupB double knockout cells, the populations of ”Thick”
fibers increased in comparison to ΔhupB cells (Figure 2E, 2O,
2U, Figure S7A).
Integration host factor protein is a homologue of HU, and is
also a dimer, composed of IHF-A and IHF-B subunits encoded
by the himA and himD genes, respectively. In contrast to HU
mutants, deletion of either himA or himD resulted in a increase
in the population of ”Thin” fibers (Figures 2C, 2D, 2M, 2N,
Figure S6C, S6D). The lack of himA and himD did not change
Table 1. Escherichia coli
Strains Genotype Parent strainSource
W3110 Prototroph   
ME9062
(BW25113)
rrnB3, ΔlacZ4787, hsdR514,
Δ(araBAD)567, Δ(rhaBAD)568,
rph-1
 KEIO collection[23]
YK1100 trpC9941 W3110 Wada et al[27]
ΔhupA ΔhupA + the same as ME9062 ME9062 KEIO collection[23]
ΔhupB ΔhupB + the same as ME9062 ME9062 KEIO collection[23]
ΔhimA ΔhimA + the same as ME9062 ME9062 KEIO collection[23]
ΔhimD ΔhimD + the same as ME9062 ME9062 KEIO collection[23]
YK1304 ΔhupA/ΔhupB YK1100 Wada et al[27]
YK2741 ΔhupA/ΔhupB/ΔhimA YK1100 Kano andImamoto [28]
Δhns Δhns + the same as ME9062 ME9062 KEIO collection[23]
ΔstpA ΔstpA + the same as ME9062 ME9062 KEIO collection[23]
Δfis Δfis + the same as ME9062 ME9062 KEIO collection[23]
Δhfq Δhfq + the same as ME9062 ME9062 KEIO collection[23]
E. coli Nucleoid Organization
PLOS ONE | www.plosone.org 2 August 2013 | Volume 8 | Issue 8 | e72954
Figure 1.  Lysed E.  coli cells treated with RNase A and protease K.
Lysed log phase E. coli W3110 (A, I) and ME9062 (B, J) cells. Lysed log phase W3110 cells were treated with RNase A (C, K),
protease K (D, L), or RNase A subsequent to protease K (E, M). Log phase E. coli W3110 cells were treated in culture with 100
μg/mL of rifampicin (F, N) or 100 μg/mL of chloramphenicol (G, O) for 60 min, and were lysed. (A–G) AFM images and (I–O) graphs
showing the population distribution of the width of released fibers. An inset in (M) shows the population distribution with smaller bin
size under 20 nm. (H) AFM image of naked plasmid DNA (pRSFDuet-1, 3829 bp, Novagen) and (P) graph showing the width of
DNA. Solid lines were obtained by Gaussian fitting, and the estimated peaks are as follows: (I) 34.1 ± 8.5, 52.9 ± 2.7, and 72.8 ± 9.2
nm (mean ± SD, n = 332 total observations), (J) 11.5 ± 3.1, 29.1 ± 9.8, 51.7 ± 9.4, and 77.2 ± 11.2 nm (n = 869), (K) 11.9 ± 7.3 nm
(n = 321), (L) 0.9 ± 0.9 and 8.8 ± 7.9 nm (n = 257), (M) 0.5 ± 1.6 and 10.2 ± 3.0 nm (n = 258), (N) 12.1 ± 5.7 nm (mean ± SD) and
27.1 ± 7.0 nm (n = 321 total observations), (O) 14.9 ± 6.4, 32.2 ± 2.5 nm, and 47.5 ± 7.1 nm (n = 316), and (P) 1.3 ± 2.7 nm (n =
30). (Q) Fibers were classified into 4 categories according to their widths. Fibers with width up to 5 nm were classified as “Thinnest”,
fibers with width of 5 to 20 nm were classified as “Thin”, fibers with width of 20 nm to 70 nm were classified as “Intermediate”, and
fibers with width greater than 70 nm were classified as “Thick”. At least 6 nucleoids derived from at least 2 separate experiments
were analyzed (Table S1). Scale bars in the AFM images represent 500 nm.
doi: 10.1371/journal.pone.0072954.g001
E. coli Nucleoid Organization
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Figure 2.  Analysis of the nucleoid of deletion mutants.  AFM images of lysed deletion mutant cells (A–J). Population distribution
of fiber widths (K–T). Solid lines were obtained by Gaussian fitting, and the estimated peaks are as follows: (K) 13.4 ± 3.2 nm (mean
± SD), 32.4 ± 7.7 nm, and 55.5 ± 12.3 nm (n = 520 total observations), (L) 29.4 ± 8.6, 46.8 ± 5.9, 71.3 ± 10.3, and 105.3 ± 3.4 nm (n
= 807), (M) 8.1 ± 3.8, 26.5 ± 10.1, 52.1 ± 8.0, and 80.0 ± 4.9 nm (n = 541), (N) 11.4 ± 5.2, 28.6 ± 8.5, 50.1 ± 3.8, and 67.6 ± 6.3 nm
(n = 549), (O) 32.0 ± 8.4, 50.5 ± 9.2, 77.7 ± 8.8, and 108.1 ± 9.7 nm (n = 641), (P) 16.1 ± 4.9, 38.5 ± 11.3, 62.7 ± 6.8, and 80.6 ±
20.0 nm (n = 567), (Q) 14.0 ± 6.1 and 34.8 ± 13.1 nm (n = 508), (R) 15.5 ± 5.4 nm, 30.9 ± 3.7 nm, 48.2 ± 6.7, and 73.8 ± 12.9 nm (n
= 496), (S) 16.3 ± 6.9 and 51.6 ± 18.3 nm (n = 252), and (T) 15.1 ± 7.5, 34.4 ± 10.3, 55.5 ± 7.0, 73.5 ± 4.6, and 92.2 ± 9.9 nm (n =
472). (U) Categorization of fibers into 4 categories, “Thinnest”, “Thin”, “Intermediate” and “Thick”, as described in Figure 1. At least 8
nucleoids derived from at least 2 separate experiments were analyzed (Table S1). Scale bars in the AFM images represent 500 nm.
doi: 10.1371/journal.pone.0072954.g002
E. coli Nucleoid Organization
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the total amount of Hu in cells (Figure 3). In case of the
ΔhupA/ΔhupB/ΔhimA triple knockout mutant, the population
of ”Thick” fibers increased (Figure 2F, 2P, 2U, Figure S7B).
The proteins Fis, H–NS, and the H–NS homologue StpA are
encoded by the genes fis, hns, and stpA, and are conserved
only in the proteobacteria. Hfq (hfq) is distributed from Gram-
positive to Gram-negative species. Deletion of the fis gene
resulted in a decrease in the populations of ”Intermediate” and
“Thick” fibers and a dramatic increase in the population
of ”Thin” fibers (Figure 2G, 2Q, 2U, Figure S7C). Deletion of
the hns and stpA genes also led to an increase in the
population of ”Thin” fibers (Figures 2H, 2I, 2R, 2S, 2U, Figure
S7D, S8A). The populations of both ”Thin” and ”Thick” fibers
increased in the Δhfq mutant (Figure 2J, 2T, 2U, Figure S8B).
Here, deletion of a gene encoding Fis, StpA or Hfq did not
significantly affect the amount of H–NS. Similarly, the amount
of Fis did not significantly change in Δfis, ΔstpA and Δhfq
strains (Figure 3).
Deletion of genes encoding major DNA-binding
proteins does not result in exposure of naked DNA
following RNase A treatment of lysed cells
Since the deletion of genes encoding various major bacterial
DNA-binding proteins did not result in the significant exposure
of ”Thinnest” fibers in the above analyses, we hypothesized
that none of a particular protein examined in this study are
necessary for formation of the higher order structures from
naked DNA. To test this hypothesis, we disrupted the nucleoid
structure by treating lysed cells of each DNA-binding protein
deletion mutant with RNase A, and observed whether naked
DNA was exposed. Treatment of any of the single-deletion
mutant strains with RNase A did not result in significant
changes in the population of “Thinnest” fibers from the parental
strain ME9062 (Figures 4A–D, 4G–N, 4Q–U, Figure S8C, S8D,
S9A, S9B, S10A-D). Similarly, no significant change was
observed following RNase A treatment of lysed double (hupA/
hupB) or triple (hupA/hupB/himA) deletion mutant cells (Figures
4E, 4F, 4O, 4P, 4U, Figure S9C, S9D). These results
confirmed that a particular DNA-binding protein we examined is
dispensable for the formation of ”Thin” fibers from naked
genomic DNA.
Figure 3.  Analysis of DNA-binding protein levels in the deletion mutants.  (A) SDS-PAGE of deletion mutant whole-cell
lysates. The gel was stained with Coomassie Brilliant Blue. (B) Western blots against HU, Fis, and H–NS. The primary antibodies
were rabbit polyclonal antibodies [20] and the secondary antibody was alkaline phosphatase-conjugated anti-rabbit IgG. The signals
were detected using Western Blue (Promega, USA).
doi: 10.1371/journal.pone.0072954.g003
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Figure 4.  Treatment of deletion mutant nucleoids with RNase A.  Lysed log phase E. coli cells were treated with RNase A. AFM
images (A–J) and population distribution of fiber widths (K–T). Solid lines were obtained by Gaussian fitting, and the estimated
peaks are as follows: (K) 12.0 ± 3.9 nm (mean ± SD) and 24.4 ± 4.0 nm (n = 243 total observations), (L) 11.1 ± 4.7 and 23.6 ± 7.9
nm (n = 247), (M) 12.3 ± 4.0 and 28.0 ± 6.7 nm (n = 285), (N) 10.0 ± 3.1 and 23.2 ± 8.3 nm (n = 282), (O) 10.1 ± 5.1 and 22.4 ± 8.1
nm (n = 302), (P) 15.9 ± 5.0 and 26.2 ± 9.7 nm (n = 223), (Q) 10.3 ± 3.6 and 26.1 ± 6.3 nm (n = 237), (R) 14.5 ± 1.9 nm, 25.7 ± 9.5
nm, and 44.9 ± 5.3 nm (n = 241), (S) 12.5 ± 5.8 and 29.1 ± 6.7 nm (n = 212), and (T) 12.5 ± 5.9 and 32.5 ± 2.8 nm (n = 235). (U)
Categorization of fibers into 4 categories, “Thinnest”, “Thin”, “Intermediate” and “Thick”, as described in Figure 1. At least 5
nucleoids derived from 2 separate experiments were analyzed (Table S1). Scale bars in the AFM images represent 500 nm.
doi: 10.1371/journal.pone.0072954.g004
E. coli Nucleoid Organization
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Protease K and topoisomerase I convert the nucleoid
into the naked DNA
Treatment with protease K resulted in exposed naked DNA,
but ”Thin” and “Intermediate” fibers were still detected even
after an extended period of protease K treatment (Figure 1D,
1L, 1Q, Figure S1D, S5C). This result suggests that factors
other than proteins and RNAs are involved in the formation of
"Thin" fibers from naked DNA, such as DNA supercoiling.
Treatment of lysed cells with topoisomerase I (Topo I) and/or
RNase A resulted in exposing a large population of "Thinnest"
fibers (Figures 5A, 5B, 5E, 5F, 5I, Figure S5B, S5F, S11A,
S11B). However, "Thin" fibers were still present even after
treatment with an excess of both Topo I and RNase A, such
that additional protease K treatment was required to completely
disrupt the nucleoid structure into naked DNA (Figure 5C, 5G,
5I, Figure S11C). Here, RNase A treatment was not necessary
to disrupt the nucleoid structure into naked DNA (Figure 5D,
5H, Figure S11D). These data indicate that the fibers in "Thin"
category is composed of two different components, one of
which is protease K-sensitive and another which is Topo I-
sensitive. These components could not be distinguished by
AFM analyses. It is also possible that components may be
present that are sensitive to both protease K and Topo I (e.g.,
proteins that stabilize the DNA supercoiling might contribute to
the formation of the fibers).
Discussion
Fibrous structures between 30 and 80 nm in diameter
We previously assumed that bacterial genomic DNA is folded
step-wise to form the nucleoid as follows: DNA, 10-nm fiber,
30-nm fiber, 80-nm fibers/beads, condensed nucleoid [13–17].
In this study, we applied the "grid-analysis" technique to
objectively evaluate the population of fiber widths and
demonstrated the presence of intermediate populations (e.g.,
50-nm diameter fibers, Figure 1) in both wild type E. coli and
the parental strain used to prepare deletion mutants. Here, the
histogram peaks indicative of populations of fibers between 30-
nm and 80-nm diameter were not clearly separated. This
difference was likely due to the method used to select the
target to be measured. We previously selected fibrous
structures of homogeneous thickness, and excluded irregular
portions such as blobs. However, many fibers in “Intermediate”
category were not smooth and of homogenous width, but
instead contained various regions of irregular shape. In this
study, we measured all portions of the fibrous structures, which
accounts in part for the accumulation of intermediate
populations. The heterogeneous configuration of proteins along
the genomic DNA may cause such a heterogeneous
appearance in a single fiber structure. Although the 50-nm
population of fibers was suggested from our peak fit analyses,
it is possible that the thickness of the structure classified in
"Intermediate" fibers is heterogeneous. Together with the
observation that strains containing various deletions (ΔhupA,
ΔhupA/ΔhupB/ΔhimA, and Δhfq) exhibited a peak indicative of
a population of fibers closer to 60 nm than to 50 nm (Figure 2),
our results suggest that the fibrous structures in "Intermediate"
category consist of fibers of variable thickness rather than a
few types of homogeneous and smooth fibers.
It is possible that the existence of fibrous structures reflects
transcription and translation taking place in the area
surrounding the nucleoid [19]. This possibility is supported by
the fact that treating wild type cells in culture with rifampicin or
chloramphenicol resulted in a breakdown of the larger fibrous
structures (Figure 1) [16]. Thus, it is likely that fibers
categorized in “Intermediate” and “Thick” consist of a
heterogeneous and dynamic complex of RNA, DNA, RNA
polymerases, and ribosomes in addition to DNA-binding
proteins.
Involvement of major DNA-binding proteins in the
nucleoid architecture
A single log phase E. coli cell contains about 50,000 HU
molecules, including both HUα and HUβ capable of forming
homo- and heterodimers [20,21]. Interestingly, deletion of the
hupA gene resulted in an increase in the population of “Thin”
fibers, while deletion of hupB led to increases in the population
of “Thick” fibers (Figure 2). The opposing effect resulting from
deletion of the HU genes may be related to distinct
transcriptional activity in the ΔhupA and ΔhupB mutants [22]. In
contrast to the case of the HU-deletion mutants, the population
of “Thin” fibers was increased in both the ΔhimA and ΔhimD
mutants (Figure 2).
The ΔhupA/ΔhupB double knockout mutant exhibited a
larger population of “Thick” fibers than did the ΔhupA and
ΔhupB mutants or the parental strain, but the reason for this
difference is unknown. Deletion of the himA gene in the
ΔhupA/ΔhupB background (ΔhupA/ΔhupB/ΔhimA triple mutant)
resulted in an increase in the population of “Thin” fibers, as was
the case with the ΔhimA single mutant. The level of HU protein
did not decrease in the ΔhimA or ΔhimD mutants (Figure 3),
suggesting that the effect of IHF on nucleoid structure is, at
least in part, independent of HU. Integration host factor IHF is a
HU homologue, but unlike HU, IHF is known to prefer a specific
DNA sequence [7]. In general, E. coli cells express about 5
times more HU than IHF [20], but IHF may be localized at
specific loci in the genome, where it plays an important role in
sustaining the nucleoid structure.
The frequency of “Thin” fibers in the mutants lacking one of
several “abundant” DNA-binding proteins correlates well with
the quantity of these proteins in a normal cell (Fis, about
60,000 molecules; StpA, about 25,000 molecules, and H–NS,
about 20,000 molecules [20]). The lack of a particular one is
not likely to affect the amount of Fis or H–NS (Figure 3). It
should be noted that Fis, H–NS, and StpA preferably bind to
A/T-rich regions as global transcription regulators [8–12]. The
A/T preference is not shared with HU and IHF. It is possible
that Fis, H–NS, and StpA contribute to the structure of the
nucleoid at distinct loci from those bound by HU and IHF.
Whether these proteins function independently or in
cooperation with HU/IHF in sustaining the nucleoid structure
remains unknown.
E. coli Nucleoid Organization
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The 10-nm fiber as the basic component of higher-
order structures
The results of the present AFM investigation of the structure
of the nucleoid prompted us to revise the structural model of
the nucleoid (Figure 6). Here, naked DNA is initially folded into
10-nm fibers by certain proteins and/or DNA supercoiling, but
formation of the 10-nm fibers does not require HU, IHF, Fis, H–
NS, StpA, or Hfq, although it is undeniable that the lack of any
of these major nucleoid protein is compensated for by other
nucleoid proteins. Here, it might be possible that these proteins
participate the modulation of the 10-nm fiber structure, because
the lack of a particular protein changed the peaks in “Thin” fiber
population in the range of 8.1-16.3 nm (Figure 2 and Figure 3).
The 10-nm fiber consists of protease K-sensitive and
Figure 5.  Treatment of nucleoids with topoisomerase I.  Lysed log phase wild type E. coli W3110 cells were treated with
topoisomerase I (Topo I) (A, E), Topo I and RNase A (B, F), Topo I and RNase A subsequent to protease K (C, G), and Topo I
subsequent to protease K (D, H). AFM images (A–D) and population distribution of the widths of released fibers (E–H). Insets in (F),
(G), and (H) show the population distributions with smaller bin size under 20 nm. Solid lines were obtained by Gaussian fitting, and
the estimated peaks are as follows: (E) 9.7 ± 6.5 nm (mean ± SD), 28.1 ± 9.5 nm and 61.9 ± 5.3 nm (n = 210 total observations), (F)
0.7 ± 1.5 and 10.3 ± 3.7 nm (n = 546), (G) 0.5 ± 3.5 nm (n = 265), and (H) 0.2 ± 2.8 nm (n = 261). (I) Categorization of fibers into 4
categories, “Thinnest”, “Thin”, “Intermediate” and “Thick”, as described in Figure 1. At least 6 nucleoids derived from at least 2
separate experiments were analyzed (Table S1). Scale bars in the AFM images represent 500 nm.
doi: 10.1371/journal.pone.0072954.g005
E. coli Nucleoid Organization
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topoisomerase I-sensitive regions. Under our experimental
conditions, we could not identify any intermediate population of
fibers between naked DNA and the 10-nm fiber. The 10-nm
fiber is thus likely the basic unit from which the higher-order
structures are formed in a process that requires various DNA-
binding proteins in addition to molecules involved in
transcription and translation. Our conclusion that the 10-nm
fiber is the basic structure is also supported by the fact that the
condensed nucleoid in stationary phase cells is disrupted into
10-nm fibers upon RNase A treatment [16].
Materials and Methods
Bacterial strains and culture conditions
The E. coli K-12 strains used in the study are summarized in
Table 1. Mutant strains lacking a single gene such as hupA,
hupB, himA, himD, fis, hns, stpA, or hfq were derived from E.
coli K-12 strain ME9062 [23]. The double and triple deletion
mutants ΔhupA/ΔhupB and ΔhupA/ΔhupB/ΔhimA were derived
from E. coli K-12 strain YK1100. Glycerol stocks of E. coli
strains were inoculated into LB medium and cultured at 37° C
with constant shaking (180 rpm, Bioshaker BR-15; TAITEC,
Tokyo, Japan) for 18 h. A 50 µL aliquot of the over night culture
was then inoculated into 5 mL of fresh LB medium and cultured
at 37° C with constant shaking (180 rpm, Bioshaker BR-15)
until the OD600 reached 0.5. If necessary, rifampicin or
chloramphenicol was added to the log phase culture to inhibit
transcription or translation, respectively (final concentration 100
μg/mL), and the cultures were incubated for an additional 60
min at 37° C. The cell density was determined by measuring
the absorbance at 600 nm using a UV-160A spectrophotometer
(Shimadzu, Tokyo, Japan).
Figure 6.  A model of nucleoid organization in E. coli.  Proteins and DNA supercoiling are important in formation of 10-nm fibers.
The proteins involved may include major nucleoid proteins (HU, IHF, H–NS, StpA, Fis, and Hfq), although the lack of any one of
these proteins can be compensated for by other nucleoid proteins. The major nucleoid proteins sustain fibers with a diameter of 30
nm to 80 nm. Fibers with a diameter between 30 nm and 80 nm are heterogeneous, or rugged, in their thickness. Proteins involved
in transcription and translation also participate in sustaining the structures. The transition between the fiber structures in log phase
cells and the condensed structure observed in stationary phase cells is regulated by Fis, Dps, Topo I, and DNA gyrase [24]. The
expression of Dps with Topo I and DNA gyrase as cells progress toward stationary phase induces nucleoid condensation, while Fis
inhibits nucleoid condensation by stabilizing the DNA topology during log phase growth. RNA is required to sustain the condensed
structure [16], as well as 30~80-nm fibers.
doi: 10.1371/journal.pone.0072954.g006
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Cell lysis
Bacterial cells were harvested from 100-μL cultures by
centrifugation (13,000 x g, 1 min, 4° C) and washed once with
1 mL of phosphate buffered saline (PBS, pH 7.2). The cells
were resuspended in 250 μL of PBS and a 50-μL aliquot was
placed on a round cover glass (15 mm in diameter). Excess
liquid was removed by nitrogen gas evaporation. The cover
glass was then immersed in 2 mL of buffer (10 mM Tris-HCl,
pH 8.2, 1 mM NaN3, and 0.1 M NaCl) for 5 min, after which a
solution containing 25 μg/mL of lysozyme was added. After
incubation for 2 min at 25° C, Brij 58 (polyoxyethylene
hexadecyl ether) and sodium deoxycholate were added to final
concentrations of 0.25 mg/mL and 0.1 mg/mL, respectively.
After 10 min, the cover glass was dried under nitrogen gas and
the surface was gently washed with distilled water and dried
again. The cells were then treated with distilled water, 5 μg/mL
DNase-free RNase A (Roche, UK), 1 mg/mL RNA-grade
protease K (Invitrogen, USA), and/or 4 U of topoisomerase I
(Promega, USA) for 60 min or 120 min at 37° C. Finally, the
surface of the cover glass was washed and dried.
Microscopy
The nucleoid of lysed E. coli cells were examined in air at
room temperature by atomic force microscopy using Seiko
SP3800N or SPI400 (Seiko Instruments, Tokyo) or Bruker
Nanoscope VIII (Bruker ASX, Germany) AFM instruments. The
systems were operated in tapping mode with a 100-μm
scanner. Probes made of a single silicon crystal with a
cantilever length of 129 µm and spring constant of 33-62 N/m
(OMCL-AC160TS-W2, Olympus, Japan) were used for
imaging. Data were collected in the height mode. Images were
captured in at least 512 × 512 pixel format and the captured
images were flattened and plane-fitted before analysis.
Software provided with the imaging module was used to
analyze the images.
Data analysis
To objectively evaluate the population distribution of the
width of fibrous structures, it is critical to account for person-to-
person variations in picking up the fibrous structures to be
measured. This was accomplished by measuring the fibrous
structures on 8 x 8 lines drawn at regular intervals with 250 nm
on a 2 μm x 2 μm scale image ("grid-analysis", Figure S2).
The apparent horizontal dimensions of samples measured
using AFM are generally much larger than the real dimensions
due to the effect of edge curvature and the point angle of the
cantilever. We estimated the real dimension of the fibers using
the “circular cone model” introduced by Ohniwa et al. in 2007
(Figure S3) [16]. Briefly, when a sample with a real dimension
larger than 10 nm is imaged using an OMCL-AC160TS-W2
cantilever, the real dimension of the sample (S) can be
determined from the equation S (nm) = 0.75x W (nm) - 16.14,
where W represents the apparent width of the sample. These
parameter values (0.75 and 16.14) are obtained from
measurements of 10-nm, 30-nm, and 80-nm gold particles [16].
When the real sample size is smaller than 10 nm, this
estimation gives a slightly smaller dimension than the real one
due to the different mode of contact between the cantilever and
the sample (i.e., samples smaller than 10 nm contact the
curved surface of the tip while samples lager than 10 nm
contact a side face of the cantilever (Figure S3). The
population distribution of fiber widths was evaluated by
constructing histograms with subsequent multiple Gaussian fit
analysis using Origin 5.0 software (Light Stone, Japan).
Supporting Information
Figure S1.  Enlarged AFM images shown in Figures 1A, 1B,
1C and 1D.
Lysed log phase E. coli W3110 (A) and ME9062 (B) cells.
Lysed log phase W3110 cells were treated with RNase A (C) or
protease K (D).
(TIF)
Figure S2.  Scheme illustrating grid analysis of AFM
images.
(A, B) In the grid analysis process, 8 x 8 lines at regular
intervals with 250 nm are drawn on each image taken at a
scale of 2 μm x 2 μm with at least 512 x 512 pixel quality. The
apparent width of fibers on the drawn lines are then measured
(positions represented by cross marks in the left pane A). This
procedure may eliminate the risk of bias in the selection of
samples to be measured (cross- marks in panel B). We
measured the fiber widths of three zoomed-up images (D, E, F)
taken from the image C by applying both grid analysis (G, H, I,
J, K, L) and manual selection of fibers (M, N, O). Image D
corresponds to graphs G, J and M, Image E to graphs H, K and
N, and Image F to graphs I, L and O, respectively. Histograms
G, H and I were obtained when the grid was fixed at the
original position as represented in (A). Histograms J, K and L
were obtained after moving the grid for a half size of square
from the original position. (P) Categorization of fibers into 4
categories, “Thinnest”, “Thin”, “Intermediate” and “Thick”, as
described in Figure 1. Black lines in images D, E and F indicate
sections for the manual selection. The manual selection of
fibers exaggerated the population of “Thin” fibers (arrow heads
in M, N, and P), which were proven as minor population by the
grid-analysis (G, H, I and J).
(TIF)
Figure S3.  Circular cone model used to eliminate the tip
effect [16].
(A) Illustration of the relationship between the cantilever tip and
sample when the sample size is smaller than the tip (Y > H,
where Y represents the distance between the surface and the
end of the curvature, and H represents the distance between
the surface and the contact point between the sample and the
tip). (B) Illustration of the relationship between the cantilever tip
and sample when the sample size is larger than the tip (Y < H).
(C) Illustration of the relationship between the cantilever tip and
sample when the edge of the tip is an ideal incircle. Based
upon electron microscopic images of the tip (OMCL-AC160TS-
W2, Olympus) (Catalog: http://probe.olympus-global.com/en/),
the geometry of the cantilever and a globular sample can be
drawn as in (A) or (B). The relationship between the apparent
width of the sample in the image (W), the radius of curvature of
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the tip (Rc), the real radius of the sample (Rm), and the point
angle of the tip (2 x θ) can be given as follows:.
W=4×(Rc×Rm)1/2, Y > H (I) [25]
W=2×{N+Rm×(1+sinθ)/cosθ} Y < H (II)
H=Rm× sinθ+1  (III)
The N term in equation (II) represents the distance that
depends on the shape of the tip edge. Equation (III) provides
the value used to determine whether equation (I) or (II) should
be applied to estimate W and Rm. In the case of naked DNA,
since the Rm of DNA is 1 nm and the average θ of the tip is
12.5° (from the catalog) PLoSONErevise3rd_proof3.docx, H is
1.2 nm. If the edge of the tip is an ideal incircle of the circular
cone (C), Y is Rc x (1 – sin θ). In this case, Y is 5.9 nm for Rc =
7.5 nm and θ= 12.5° (from the catalog). Therefore, small
samples such as DNA should be evaluated using equation (I).
In contrast, the H of a nucleosome in eukaryotic chromosomes
is 6.7 using an Rm = 5.5 nm as determined from the X-ray
crystal structure of the nucleosome [26], and θ= 12.5°;
therefore, samples larger than the nucleosome should be
evaluated using equation (II). Since equation (II) is a linear
function and the real width of the sample (S) is 2 x Rm,
equation (II) becomes:
S=2×Rm= A×B (IV)
where A and B are constants determined by the tip
characteristics (N and θ). Values for A and B can be obtained
using a standard sample such as gold nano-particles.
(TIF)
Figure S4.  Enlarged AFM images shown in Figures 1E, 1F,
1G and 1H.
Lysed log phase W3110 cells were treated with RNase A
subsequent to protease K (A). Log phase W3110 cells were
treated in culture with 100 μg/mL of rifampicin (B) or 100 μg/mL
of chloramphenicol (C) for 60 min, and were lysed. (D) AFM
image of naked plasmid DNA (pRSFDuet-1, 3829 bp,
Novagen).
(TIF)
Figure S5.  Extended duration treatment with distilled
water, RNase A, protease K, and topoisomerase I.
Lysed log phase E. coli W3110 cells were treated with distilled
water, RNase A, protease K, or topoisomerase I for 120 min.
AFM images (A–D) and the population distribution of fiber
widths (E–H) are shown. Solid lines were obtained by
Gaussian fitting, and the estimated peaks are as follows: (E)
12.0 ± 3.9 nm (mean ± SD) and 24.4 ± 4.0 nm (n = 243 total
observations), (F) 7.5 ± 3.6, 24.5 ± 8.9, and 56.5 ± 7.8 nm (n =
218), (G) 3.9 ± 3.4, 14.5 ± 1.3, and 27.7 ± 5.4 nm (n = 175),
and (H) 9.7 ± 3.6 and 25.5 ± 5.9 nm (n = 185). At least 5
nucleoids derived from 2 separate experiments were analyzed.
Scale bars in the AFM images represent 500 nm.
(TIF)
Figure S6.  Enlarged AFM images shown in Figures 2A, 2B,
2C and 2D.
Lysed log phase E. coli ΔhupA (A), ΔhupB (B), ΔhimA (C) and
ΔhimD (D) cells.
(TIF)
Figure S7.  Enlarged AFM images shown in Figures 2E, 2F,
2G and 2H.
Lysed log phase E. coli ΔhupA/ΔhupB (A), ΔhupB/ΔhupB/
ΔhimA (B), Δfis (C) and Δhns (D) cells.
(TIF)
Figure S8.  Enlarged AFM images shown in Figures 2I, 2J,
3A and 3B.
Lysed log phase E. coli ΔstpA (A), Δhfq (B), ΔhupA treated with
RNase A (C) and ΔhupB treated with RNase A (D) cells.
(TIF)
Figure S9.  Enlarged AFM images shown in Figures 3C, 3D,
3E and 3F.
RNase A treated lysed log phase E. coli ΔhimA (A), Δhim (B),
ΔhupA/ΔhupB (C) and ΔhupB/ΔhupB/ΔhimA (D) cells.
(TIF)
Figure S10.  Enlarged AFM images shown in Figures 3G,
3H, 3I and 3J.
RNase A treated lysed log phase E. coli Δfis (A), Δhns (B),
ΔstpA (C) and Δhfq (D) cells.
(TIF)
Figure S11.  Enlarged AFM images shown in Figures 5A,
5B, 5C and 5D.
Lysed E. coli W3110 cells treated with topoisomerase I (A),
topoisomerase I and RNase A (B), topoisomerase I, RNase A
and protease K (C), and topoisomerase I and protease K (D).
(TIF)
Table S1.  Number of experiments and observed cells.
(XLSX)
Acknowledgements
We would like to express our appreciation to Dr. Kunio
Takeyasu for his valuable suggestions. We would also like to
thank Drs. Kunio Takeyasu and Akira Ishihama for kindly
providing the antibodies against HU, H-NS, and Fis. We thank
Mr. Sho Kobayashi for his help in the Western blot experiment.
The KEIO collections [23] were obtained from NBRP-E. coli at
NIG.
Author Contributions
Conceived and designed the experiments: RLO. Performed the
experiments: RLO HM. Analyzed the data: RLO HM SS CW
KM. Contributed reagents/materials/analysis tools: RLO HM
CW. Wrote the manuscript: RLO KM.
E. coli Nucleoid Organization
PLOS ONE | www.plosone.org 11 August 2013 | Volume 8 | Issue 8 | e72954
References
1. Ishihama A (2009) The nucleoid: an overview. In A BöckR Curtiss IIIJB
KaperPD KarpFC Neidhardt. EcoSal—Escherichia coli and Salmonella:
Cellular and Molecular Biology. Washington, DC: ASM Press. . doi:
10.1128/ecosal.2.6
2. Alberts B, Johnson A, Lewis J, Raff M, Roberts K et al. (2002) Chapter
4: DNA and Chromosomes. In: B AlbertsA JohnsonJ LewisM RaffK
Roberts. Molecular Biology of the Cell, 4th edition Chapter. New York:
Garland Publishing House Science. pp. 235-298.
3. Paull TT, Haykinson MJ, Johnson RC (1993) The nonspecific DNA-
binding and -bending proteins HMG1 and HMG2 promote the assembly
of complex nucleoprotein structures. Genes Dev 7: 1521-1534. doi:
10.1101/gad.7.8.1521. PubMed: 8339930.
4. Swinger KK, Rice PA (2004) IHF and HU: flexible architects of bent
DNA. Curr Opin Struct Biol 14: 28-35. doi:10.1016/j.sbi.2003.12.003.
PubMed: 15102446.
5. Swinger KK, Lemberg KM, Zhang Y, Rice PA (2003) Flexible DNA
bending in HU-DNA cocrystal structures. EMBO J 22: 3749-3760. doi:
10.1093/emboj/cdg351. PubMed: 12853489.
6. Dame RT, Noom MC, Wuite GJ (2006) Bacterial chromatin
organization by H-NS protein unravelled using dual DNA manipulation.
Nature 444: 387-390. doi:10.1038/nature05283. PubMed: 17108966.
7. Altuvia S, Almirón M, Huisman G, Kolter R, Storz G (1994) The dps
promoter is activated by OxyR during growth and by IHF and sigma S
in stationary phase. Mol Microbiol 13: 265-272. doi:10.1111/j.
1365-2958.1994.tb00421.x. PubMed: 7984106.
8. Hübner P, Arber W (1989) Mutational analysis of a prokaryotic
recombinational enhancer element with two functions. EMBO J 8:
577-585. PubMed: 2656257.
9. Skoko D, Yan J, Johnson RC, Marko JF (2005) Low-force DNA
condensation and discontinuous high-force decondensation reveal a
loop-stabilizing function of the protein Fis. Phys Rev Lett 95: 208101.
doi:10.1103/PhysRevLett.95.208101. PubMed: 16384101.
10. Skoko D, Yoo D, Bai H, Schnurr B, Yan J et al. (2006) Mechanism of
chromosome compaction and looping by the Escherichia coli nucleoid
protein Fis. J Mol Biol 364: 777-798. doi:10.1016/j.jmb.2006.09.043.
PubMed: 17045294.
11. Sonnenfield JM, Burns CM, Higgins CF, Hinton JC (2001) The
nucleoid-associated protein StpA binds curved DNA, has a greater
DNA-binding affinity than H-NS and is present in significant levels in
hns mutants. Biochimie 83: 243-249. doi:10.1016/
S0300-9084(01)01232-9. PubMed: 11278075.
12. Navarre WW, Porwollik S, Wang Y, McClelland M, Rosen H et al.
(2006) Selective silencing of foreign DNA with low GC content by the
H-NS protein in Salmonella. Science 313: 236-238. doi:10.1126/
science.1128794. PubMed: 16763111.
13. Ohniwa RL, Morikawa K, Kim J, Kobori T, Hizume K et al. (2007)
Atomic force microscopy dissects the hierarchy of genome
architectures in eukaryote, prokaryote, and chloroplast. Microsc
Microanal 13: 3-12. doi:10.1017/S1431927607070055. PubMed:
17234031.
14. Takeyasu K, Kim J, Ohniwa RL, Kobori T, Inose Y et al. (2004)
Genome architecture studied by nanoscale imaging: analyses among
bacterial phyla and their implication to eukaryotic genome folding.
Cytogenet Genome Res 107: 38-48. doi:10.1159/000079570. PubMed:
15305055.
15. Kim J, Yoshimura SH, Hizume K, Ohniwa RL, Ishihama A et al. (2004)
Fundamental structural units of the Escherichia coli nucleoid revealed
by atomic force microscopy. Nucleic Acids Res 32: 1982-1992. doi:
10.1093/nar/gkh512. PubMed: 15060178.
16. Ohniwa RL, Morikawa K, Takeshita SL, Kim J, Ohta T et al. (2007)
Transcription-coupled nucleoid architecture in bacteria. Genes Cells 12:
1141-1152. doi:10.1111/j.1365-2443.2007.01125.x. PubMed:
17903174.
17. Morikawa K, Ohniwa RL, Kim J, Maruyama A, Ohta T et al. (2006)
Bacterial nucleoid dynamics: oxidative stress response in
Staphylococcus aureus. Genes Cells 11: 409-423. doi:10.1111/j.
1365-2443.2006.00949.x. PubMed: 16611244.
18. Ohniwa RL, Ushijima Y, Saito S, Morikawa K (2011) Proteomic
analyses of nucleoid-associated proteins in Escherichia coli,
Pseudomonas aeruginosa, Bacillus subtilis, and Staphylococcus
aureus. PLOS ONE 6: e19172. doi:10.1371/journal.pone.0019172.
PubMed: 21541338.
19. Ohniwa RL, Morikawa K, Ohta T, Wada C, Takeyasu K (2009) Nucleoid
architecture and dynamics. In: WD KnudsenSS Bruns. Bacterial DNA,
DNA Polymerase and DNA Helicase. New York: Nova Science
Publisher. pp. 91-117.
20. Azam TA, Ishihama A (1999) Twelve species of the nucleoid-
associated protein from Escherichia coli. Sequence recognition
specificity and DNA binding affinity. J Biol Chem 274: 33105-33113.
doi:10.1074/jbc.274.46.33105. PubMed: 10551881.
21. Claret L, Rouviere-Yaniv J (1997) Variation in HU composition during
growth of Escherichia coli: the heterodimer is required for long term
survival. J Mol Biol 273: 93-104. doi:10.1006/jmbi.1997.1310. PubMed:
9367749.
22. Oberto J, Nabti S, Jooste V, Mignot H, Rouviere-Yaniv J (2009) The
HU regulon is composed of genes responding to anaerobiosis, acid
stress, high osmolarity and SOS induction. PLOS ONE 4: e4367. doi:
10.1371/journal.pone.0004367. PubMed: 19194530.
23. Baba T, Ara T, Hasegawa M, Takai Y, Okumura Y et al. (2006)
Construction of Escherichia coli K-12 in-frame, single-gene knockout
mutants: the Keio collection. Molecular Systems Biol: msb, 2: 4100050-
E4100051-msb4100050-E4100011. PubMed: 16738554.
24. Ohniwa RL, Morikawa K, Kim J, Ohta T, Ishihama A et al. (2006)
Dynamic state of DNA topology is essential for genome condensation
in bacteria. EMBO J 25: 5591-5602. doi:10.1038/sj.emboj.7601414.
PubMed: 17093499.
25. Takeyasu K, Omote H, Nettikadan S, Tokumasu F, Iwamoto-Kihara A
et al. (1996) Molecular imaging of Escherichia coli F0F1-ATPase in
reconstituted membranes using atomic force microscopy. FEBS Lett
392: 110-113. doi:10.1016/0014-5793(96)00796-X. PubMed: 8772185.
26. Luger K, Mäder AW, Richmond RK, Sargent DF, Richmond TJ (1997)
Crystal structure of the nucleosome core particle at 2.8 Å resolution.
Nature 389: 251-260. doi:10.1038/38444. PubMed: 9305837.
27. Wada M, Kano Y, Ogawa T, Okazaki T, Imamoto F (1988) Construction
and characterization of the deletion mutant of hupA and hupB genes in
Escherichia coli. J Mol Biol 204: 581-591. doi:
10.1016/0022-2836(88)90357-9. PubMed: 3066907.
28. Kano Y, Imamoto F (1990) Requirement of integration host factor (IHF)
for growth of Escherichia coli deficient in HU protein. Gene 89:
133-137. doi:10.1016/0378-1119(90)90216-E. PubMed: 2197178.
E. coli Nucleoid Organization
PLOS ONE | www.plosone.org 12 August 2013 | Volume 8 | Issue 8 | e72954
